Figure S1 The ATP binding site mutation does not disrupt the association of LSH with chromatin Soluble nuclear proteins (S) were extracted with 200 mM NaCl, 0.1% Tween followed by benzonase digestion and extraction of chromatin associated proteins (Chr) with 500 mM NaCl. The soluble and chromatin associated proteins (60 μg) were resolved in either 8.5% or 15% (to detect histones) SDS-PAGE and the Western blots were probed with the indicated antibodies and IRDye conjugated secondary antibodies. The blots were imaged on LiCOR Odyssey scanner and the signals quantified by Image Studio software. The numbers shown below each lane indicate % of total LSH and DNMT3B. Note that the K237Q mutation does not disrupt the association of LSH and DNMT3B with chromatin in MEFs. 
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